Figure lA 

1 CCACTGTGCTGGGAATTCGGCACGAGGCGAACGGACGTTTAAAGTGAGAAAAGAAACCGG 6 0 

51 TAAATCAGAGATCCCAAGCAAGCGCGTGCGTGCATGATAGCGAAGAAAAAAAGCTATCCG 12 0 

121 TTTCAGTTAACTACTTACCAAGATTGAATTTCGCCATCGGGCAAATTACTAAAAATACAT 18 0 

181 AAGTGCAACTCGTCCACTGTGTGTTGTGTTTTTTTTTTTTTTTTTGGTTTTCGCTGTGCC 240 

241 TTTATCGCAAACAAGAACTGATAAAACTAGAAAATATCTTGAGAAACTTGTTTTCGCGCT 3 00 

3 01 TTTCTTTTGCTAATTGCCGATCGCGGAAGAGAAAAACAAGCAGTAGACAAAACAAGTGTG 3 60 

3 61 GTAATACAATCTGAAAAGGGCACCATCAGCAGCCCGAGGGGTTTATCTATATAGATGTCG 42 0 



421 CAGCTTATCATCTCATGCTGTCTGTGAGGTTGTTCTGTGTGCTCGTGTAGTATCTTAAAT 480 



481 ACATAGAGTGTGTTCATATAAAGTGCGAC AAAGCTCGATTGGAAACAGCTGTCGAGTGCC 54 0 



541 CTTGAGTGGGTGGGCAAGATCGTCATCATCATCATCGTCGTCATTATCAACAGAATCAGC 60 0 

601 ATCAGCATCTGGAGGCCCCGGATGCTCTAAGATCCCCAGTGTTCATCAATTATGACTGCC 66 0 
^ M T A 3 



6 61 GAGACCCTCAAGCCGTTTATAACGCCAACGAGTGCCAACGATGATGGTTTTCCGGCCAAA 72 0 

4 E TLKPFITPTSANDDGFPAK 23 

721 GCGACCAGCACGGCGACCGCCCAGCGACGCACCCGCCAGCTGATCCCCCTGGTTTTGGGG 78 0 

24 A TSTATAQRRTRQLIPLVLG 43 

781 TTCATCGGTCTGGGGCTGGTCGTTGCCATTCTCGCACTAACGATCTGGCAGACAACGCGT 840 

44 FIGLGLVVA ILALTIWQTTR 63 

841 GTATCGCATCTGGACAAGGAGCTGAAGAGCCTGAAGCGAGTCGTCGATAATCTCC AGO AG 9 00 

64VSHLDKELKSLKRVVDNLQQ 83 

901 CGTTTGGGCATAAACTATCTGGACGAGTTCGACGAGTTCCAAAAGGAGTACGAGAATGCC 960 

84RLGINYLDEFDEFQKEYENA 103 



9 61 CTCATCGACTATCCAAAAAAGGTGGATGGCCTCACGGATGAGGAGGACGACGACGATGGC 102 0 
104LIDYPKKVDGLTDEEDDDDG 123 



Figure IB 



1021 GATGGTCTGGATTCCATTGCGGACGACGAGGACGACGACGTTAGCTATAGCTCTGTGGAT 1080 
124 DGLDSIADDEDDDVSYSSVD 143 

10 81 GATGTTGGCGCAGACTACGAGGACTAC ACCGATATGTTAAATAAACTCAACAATGCACAT 1140 
144DVGADYEDYTDMLNKLNNAH 163 

1141 ACCGGCACCACGCCCACATCTGAGACCACTGCTGAGGGCGAGGGCGAGACGGACAGTGCA 12 00 
164 TGTTPTSETTAEGEGETDSA 183 

1201 TCCTCAGCCTCAAATGATGACAATGTGTTCGATGACTTTACCAGCTCAGATGCCCTCAAA 1260 

184SSASNDDNVFDDFTSSDALK 203 

12 61 AAGAAGCAGGAGAGAAAATCTCGCTCGATTGCCGATGTACGCAATGAGGAGCAGAATATT 132 0 
204 KKQERKSRSIADVRNEEQNI 223 

13 21 CAAGGAAATCACACAGAGCTTC AGGAAAAGTCATCCAATGAGGCAGCTTCCAAAGAGAGC 13 8 0 
224 QGNHTELQEKSSNEAASKES 243 

13 81 CCTGCAGCACTTCACCTCCGTCGCAGAATGCATTCCCGCCATCGCCACCTCGTAGTCCGC 1440 

244 PAALHLRRRMHSRHRHLVVR 263 

1441 AAAGCCAGATCCGAGGACTCGAGGCCAGCAGCCCATTTCCACTTGAGCAGCAGGCGGCGT 15 00 

264 KARSEDSRPAAHFHLSSRRR 283 

15 01 C ACC AAGAAAGTATGGGCTACC ATGGAGATATGTACATAGAAAATGATAGGGAGAGATGC 1550 
284 HQESMGYHGDMYIENDRERC 303 

1561 TCTTATCAGGGACACTTTCAAACGCGCGATGGCGTATTGACGGTGACCAATGCAGGCCTA 162 0 

1|21 ^^^^^^^^^^^^^^GGGGCTACAACTCGCACGACCAGAACGGATTTATCGTC 1680 

16 81 TTTCAAGGAGACACTCCATTCCTGCAGTGCTTGAACACGGTGC CCACCAACATGCC ACAT 1740 
344 FQGDTPFLQCLNTVPTNMPH 363 

17 41 AAGGTGCACACCTGCCACACGAGTGGTCTGATCCACCTGGAACGAAACGAGAGGATCCAT 1800 
364 KVHTCHTSGLIHLERNERIH 383 



1801 CTGAAGGACATTCACAACGATCGCAATGCAGTTCTGCGGGAGGGAAACAACCGAAGCTAC 18 60 
384 LKDIHNDRNAVLREGNNRSY 403 



Figure IC 

18 61 TTTGGCATCTTCAAGGTGTAAATTGGAGAGATTATCCCCGGTCAGAAGATGGAATACCAG 1920 
404 F G I F K V 409 

1921 TTTAAGCTTTTGTCCCCGCGACTGCTCGTGAATGCGATTCATCGCCAGCGTGAATCCATT 19 80 

19 81 AGTTCGTAGTACCTAGTCTTAGTCACTCCAAACCTAATCTCAATCGGAATCGTGCATACT 2 040 
2 041 GCATTAGTCAGAAGACGGAGGAAAATC ATATTTATTTTGTATATACTCGTTCGACTCTAA 2100 
2101 AAA.GTGAATAAAAATATATGTAGCTATTAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAC 2160 
2161 CTCGAG 2166 



Figure 2A 



1 ATGACTGCCGAGACCCTCAAGCCGTTTATAACGCCAACGAGTGCCAACGATGATGGTTTT 60 

1 MTAETLKPFITPTSANDDGF 2 0 

61 CCGGCCAAAGCGACCAGCACGGCGACCGCCCAGCGACGCACCCGCCAGCTGATCCCCCTG 120 

21 PAKATSTATAQRRTRQLI PL 40 

12 1 GTTTTGGGGTTCATCGGTCTGGGGCTGGTCGTTGCCATTCTCGCACTAACGATCTGGCAG 180 

41 VLGFIGLGLVVA ILALTIWQ 60 

181 ACAACGCGTGTATCGCATCTGGACAAGGAGCTGAAGAGCCTGAAGCGAGTCGTCGATAAT 240 

61TTRVSHLDKELKSLKRVVDN 80 

241 CTCCAGCAGCGTTTGGGCATAAACTATCTGGACGAGTTCGACGAGTTCCAAAAGGAGTAC 3 00 

81LQQRLGINYLDEFDEFQKEY 100 

3 01 GAGAATGCCCTCATCGACTATCCAAAAAAGGTGGATGGCCTCACGGATGAGGAGGACGAC 360 

101 ENALIDYPKKVDGLTDEEDD 120 

3 61 GACGATGGCGATGGTCTGGATTCCATTGCGGACGACGAGGACGACGACGTTAGCTATAGC 42 0 

121 DDGDGLDSIADDEDDDVSYS 140 

421 TCTGTGGATGATGTTGGCGCAGACTACGAGGACTACACCGATATGTTAAATAAACTCAAC 480 

141 SVDDVGADYEDYTDMLNKLN 160 

481 AATGCACATACCGGCACCACGCCCACATCTGAGACCACTGCTGAGGGCGAGGGCGAGACG 540 

161 NAHTGTTPTSETTAEGEGET 180 

541 GACAGTGCATCCTCAGCCTCAAATGATGACAATGTGTTCGATGACTTTACCAGCTACAAT 60 0 

181 DSASSASNDDNVFDDFTSYN 200 

601 GCCCACAAAAAGAAGCAGGAGAGAAAATCTCGCTCGATTGCCGATGTACGCAATGAGGAG 6 60 

201 AHKKKQERKSRSIADVRNEE 220 

661 CAGAATATTCAAGGAAATCACACAGAGCTTCAGGAAAAGTCATCCAATGAGGCAACTTCC 72 0 

221 QNIQGNHTELQEKSSNEATS 240 

721 AAAGAGAGAATGCATTCCCGCCATCGCCACCTCCTAGTCCGCAAAGGTGAATCTCTTCTT 7 80 

241 KERMHSRHRHLLVRKGESLL 260 

7 81 TCAGCCAGATCCGAGGACTCGAGGCCAGCAGCCCATTTCCACTTGAGCAGCAGGCGGCGT 840 

261 SARSEDSRPAAHFHLSSRRR 280 



841 CACCAAGGAAGTATGGGCTACCATGGAGATATGTACATAGGAAATGATAACGAGAGAAAC 90 0 
281 HQGSMGYHGDMYIGNDNERN 300 



Figure 2B 



901 TCTTATCAGGGACACTTTCAAACGCGCGATGGCGTCTTGACGGTGACCAATACAGGCCTA 96 0 

301 SYQGHFQTRDGV ^^^^^^^^^^J^^ 320 

961 TATTACQTATACGCi^AGATATC 102 0 

321 vJTy-: ^■^■■-y^----^- _^ ^jj.'phj- NNSHDQNGFIV 340 

1021 TTTCAAGGAGACACTCCATTCCTGCAGTGCTTGAACACGGTGCCCACCAACATGCCACAT 1080 

341 FQGDTPFLQCLNTVPTNMPH 360 

1081 AAGGTGCACACCTGCCACACGAGTGGTCTGATCCACCTGGAACGAAACGAGAGGATCCAT 1140 

361 KVHTCHTSGLIHLERNERIH 380 



1141 CTGAAGGACATTCACAACGATCGCAATGCAGTTCTGCGGGAGGGAAACAACCGAAGCTAC 12 00 
381 LKDIHNDRNAVLREGNNRSY 400 



12 01 TTTGGCATCTTCAAGGTGTAA 1221 
401 F G I F K V 406 



Figure 3A 

1 GGCACGAGGCGAACGGACGTTTAAAGTGAGAAAAGAAACCGGTAAATCAGAGATCCCAAG 60 

61 CAAGCGCGTGCGTGCATGATAGCGAAGAAAAAAAGCTATCCGTTTCAGTTAACTACTTAC 120 

121 CAAGATTGAATTTCGCCATCGGGCAAATTACTAAAAATACATAAGTGCAACTCGTCCACT 180 

241 TGATAAAACTAGAAAATATCTTGAGAAACTTGTTTTCGCGCTTTTCTTTTGCTAATTGCC 3 00 

3 01 GATCGCGGAAGAGAAAAACAAGC AGTAGACAAAACAAGTGTGGTAATACAATCTGAAAAG 3 6 0 

3 61 GGCACCATCAGCAGCCCGAGGGGTTTATCTATATAGATGTCGCAGCTTATCATCTCATGC 42 0 

42 1 TGTCTGTGAGGTTGTTCTGTGTGCTCGTGTAGTATCTTAAATACATAGAGTGTGTTCATA 480 

481 TAAAGTGCGACAAAGCTCGATTGGAAACAGCTGTCGAGTGCCCTTGAGTGGGTGGGCAAG 540 

541 ATCGTCATCATC ATCATCGTCGTCATTATCAACAGAATCAGC ATCAGCATCTGGAGGCCC 6 00 

6 01 CGGTTGCTCTAAGATCCCCAGTGTTCATCAATTATGACTGCCGAGACCCTCAAGCCGTTT 660 

1 MTAETLKPF 9 

661 ATAACGCCAACGAGTGCCAACGATGATGGTTTTCCGGCCAAAGCGACCAGCACGGCGACC 72 0 

10 ITPTSANDDGFPAKATSTAT 29 

721 GCCCAGCGACGCACCCGCCAGCTGATCCCCCTGGTTTTGGGGTTCATCGGTCTGGGGCTG 780 

3 0 AQRRTRQLIPLVLGFIGLGL 49 

7 81 GTCGTTGCCATTCTCGCACTAACGATCTGGCAGACAACGCGTGTATCGCATCTGGACAAG 840 
50 V V A ILALTIWQTTRVSHLDK 69 

841 GAGCTGAAGAGCCTGAAGCGAGTCGTCGATAATCTCCAGCAGCGTTTGGGC ATAAACTAT 900 

70ELKSLKRVVDNLQQRLGINY 89 

9 01 CTGGACGAGTTCGACGAGTTCCAAAAGGAGTACGAGAATGCCCTCATCGACTATCCAAAA 960 

90LDEFDEFQKEYENALIDYPK 109 

961 AAGGTGGATGGCCTCACGGATGAGGAGGACGACGACGATGGCGATGGTCTGGATTCCATT 1020 

110 KVDGLTDEEDDDDGDGLDSI 129 



Figure 3B 



1021 GCGGACGACX5AGGACGACGACGTTAGCTATAGCTCTGTGGATGATGTTGGCGCAGACTAC 1080 
130 ADDEDDDVSYSSVDDVGADY 149 



10 81 GAGGACTACACCGATATGTTAAATAAACTCAACAATGCACATACCGGCACCACGCCCAC A 1140 
150 EDYTDMLNKLNNAHTGTTPT 159 



1141 TCTGAGACCACTGCTGAGGGCGAGGGCGAGACGGACAGTGCATCCTCAGCCTCAAATGAT 12 00 
170 SETTAEGEGETDSASSASND 189 



1201 GACAATGTGTTCGATGACTTTACCAGCTACAATGCCCACAAAAAGAAGCAGGAGAGAAAA 12 60 
190 DNVFDDFTSYNAHKKKQERK 209 



1261 TCTCGCTCGATTGCCGATGTACGCAATGAGGAGCAGAATATTCAAGGAAATCACACAGAG 1320 
210 SRSIADVRNEEQNIQGNHTE 229 



1321 CTTCAGGAAAAGTCATCCAATGAGGCAACTTCCAAAGAGAGCCCTGCACCACTTCACCAC 13 80 
230 LQEKSSNEATSKESPAPLHH 249 



1381 CGTCGCAGAATGCATTCCCGCCATCGCCACCTCCTAGTCCGCAAAGCCAGATCCGAGGAC 1440 
250 RRRMHSRHRHLLVRKARSED 269 



1441 TCGAGGCCAGCAGCCCATTTCCACTTGAGCAGCAGGCGGCGTCACCAAGGAAGTATGGGC 15 00 

270 SRPAAHFHLSSRRRHQGSMG 289 

15 01 TACCATGGAGATATGTACATAGGAAATGATAACGAGAGAAACTCTTATCAGGGACACTTT 15 60 
290 YHGDMYIGNDNERNSYQGHF 309 

1561 CAAACGCGCGATGGCGTCTTGACGGTGACCAATACAGGCCTATATTACGTATACGCCCAG 1620 

310 Q T R D G V L' '.'i'^v : "ip ' ^ N : fj'"";ii ' - v| \ v] [y"^' K'"c^ 329 

1621 A^^^CTACAACAACTCGCACGACCAGAACGGATTTATCGTCTTTCAAGGAGACACTCCA 168 0 

330 dcr'YNN SHDQNGF IVFQGDT P 349 

16 81 TTCCTGCAGTGCTTGAACACGGTGCCCACCAACATGCCACATAAGGTGCACACCTGCCAC 1740 
350 FLQCLNTVPTNMPHKVHTCH 369 

1741 ACGAGTGGTCTGATCCACCTGGAACGAAACGAGAGGATCCATCTGAAGGACATTCACAAC 180 0 

370 TSGLIHLERNERIHLKDIHN 389 



18 01 GATCGCAATGCAGTTCTGCGGGAGGGAAACAACCGAAGCTACTTTGGCATCTTCAAGGTG 1860 
390 DRNAVLREGNNRSYFGI FKV 409 



1861 TAAATTGGAGAGATTATCCCCGGTCAGAAGATGGAATACCAGTTTAAGCTTTTGTCCCCG 192 0 



Figure 3C 

1921 CGACTGCTCGTGAATGCGATTCATCGCCAGCGTGAATCCATTAGTTCGTAGTACCTAGTC 19 80 
19 81 TTAGTCACTCCAAACCTAATCTCAATCGGAATCGTGCATACTGCATTAGTCAGAAGACGG 2 040 
2 041 AGGAAAATCATATTTATTTTGTATATACTCGTTCGACTCTAAAAAGTGAATAAAAATATA 2100 
2101 TGTAGCTATTAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAACTCGAG 2148 
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Figure 5 



AC005974 : DS05033 (PI D347), DS01913 (PI D350). Finished; 158983 bases. 
Length = 158,983 

Minus Strand HSPs: 

Score = 77 (27.1 bits). Expect = 5.5, P = 1.0 

Identities = 20/58 (34%), Positives = 31/58 (53%), Frame = -1 

Query: 203 NGKLIVNQDGFYYLYANICFRH-HETSGDLA TEYLQLMVYV-TKTSIKIPSSHT 254 

+G L V G YY+YA IC+ + H+ +G + T +LQ + V T K+ + HT 

Sbjct: 129394 DGVLTVTOTGLYYVYAQICYNNSHDQNGFIWQGDTPFLQCUSTTVPTNMPHKAmTCHT 
129221 

Score = 45 (15.8 bits). Expect = 79., Sum P(2) = 1.0 
Identities = 9/17 (52%), Positives = 10/17 (58%), Frame = -1 

Query: 28 GPLHAPP — PPAPHQPP 42 

GP PP PP+P PP 
Sbjct: 132361 GPSLPPPFPPPSPRTPP 132311 
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Figure 6A 
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Figure 7 




Quantative units 
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DmTNF 



Protein 


Genbank 
ID 


Identities 


Similarities 


human osteoprotegerin protein 


gill2643360 


21.4% 


35.7% 


human hCD27 Ugand protein 


gil P32970 


12.5% 


37.5% 


human CD30 ligand protein 


gilP32971 


20% 


26.7% 


human TRAIL protein 


gilP50591 


24.6% 


34.4% 


human ectodyspIasmin_A 
protein 


gilQ92838 


21.2% 


27.9% 


mouse ectodysplasmin_A protein 


gilNP_034229 


20.4% 


28.5% 



DmTNFvl 



Protein 


Genbank 
ID 


Identities 


Similarities 


human osteoprotegerin protein 


gil 12643360 


23.8% 


30.5% 


human hCD27 ligand protein 


gil P32970 


12.5% 


37.5% 


human CD30 ligand protein 


gilP32971 


20% 


26.7% 


human TRAIL protein 


gilP50591 


23.3% 


32.7% 


human ectodysplasmin_A 
protein 


gilQ92838 


21.8% 


28.6% 


mouse ectodysplasmin_A protein 


gilNP_034229 


21% 


28.6% 
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Protein 


Genbank 
ID 


Identities 


Similarities 


human osteoprotegerin protein 


gill2643360 


21.4% 


35.7% 


human hCD27 ligand protein 


gil P32970 


12.5% 


37.5% 


human CD30 ligand protein 


gilP32971 


20% 


26.7% 


human TRAIL protein 


gilP50591 


24.1% 


33.9% 


human ectodysplasmin_A 
protein 


gilQ92838 


22.4% 


29.1% 


mouse ectodysplasmin_A protein 


giINP_034229 


21.6% 


29.2% 



Figure 12 
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